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Abstract: Chalcone synthase (CHS) gene was cloned from the petals of Gerbera hybrida using RT-PCR method in
our experiment. The sequence of the cDNA coding region was 1 197 bps, encoding a protein of 398 amino acids
sharing 99% identical to CHS1 cDNA reported by Helariutta. The gene was fused in expression vector pET32a and
was efficiently expressed by transforming into E. coli BL21(DE3) with IPTG induction.
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Fig. 1 Agarose gel electrophoretogram of total RNA

isolated from ray florets of Gerbera hybrida
1,2,3: 43 %)4¢% 3 A EH Total RNA of three repetitions
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Rl 2 CHS ¥ E PCR /¥R Hiik
Fig. 2 Agarose gel electrophoretogram of PCR product of CHS

1. DNA 4+ F B#5 44 DL2000 marker;
2, 3. CHS ¥ PCR 74 PCR product of CHS

23 PCR YR FFI S H
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FIFEM B (Gerbera hybrida) X /R B & 8§ CHS1 B
cDNA 751K CHS 2 A Rk 99%.
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B 3 B TR pBluescript(SK)-CHS #Rs 1) %52
Fig. 3 Identification of CHS fragment in pBluescript(SK)-CHS
1. DNA 4+ FBIr#EY) \DNA/Hind 1I; 2. JFkL pBluescript(SK) K}
BamH VEcoR 1 F1 XU 8§ Y117~ ¥ Plasmid pBluescript(SK) digested by
BamH VEcoR 1;3,4,5. JA¥L pBluescript(SK)-CHS #) BamH VEcoR 113
&S] =4 Plasmid pBluescript(SK)-CHS digested by BamH 1/EcoR I;
6. CHS ¥ 1 PCR ¥ 1 7~#) PCR Product of CHS amplification

2.4 RiZRBHE
¥ CHS 3 [H 53 % 3 % & #i 4k pET32a ()9

BamH 1 EcoR 1 L5, ¥4 X% # # BL21(DE3)
BRAMM, BB MR, PCR. B )% <
ik, B3 EH L pET-CHS, 5N 3 9 &
20 5i[% pET-CHS #1T&RIE.

B 4 EHTIRE pET-CHS MBS )% 5E
Fig. 4 Identification of CHS fragment in pET-CHS
1,2, 3. PCR ¥ 34749 PCR product; 4. Jfi¥i pBluescript(SK)-
CHSH] BamH VEcoR 1 F1X{ B8 /)74 Plasmid pET-CHS digested
by BamH VEcoR 1; 5. DNA 4>F BVR#EY) ADNA/EcoR 1+Hind I

2.5 JiEFHRIR A

¥ & T H 4k PET32a(+) M 5[ fk pET-CHS
KRB EZ L IPTG S LH T &Rk, RE
BB 1T SDS-PAGE 4 #7, ik &5 R E R~ L CHS
HEmE KA REW. CHS EAS TEHNHER
{42 43 kD, pET-CHS & E B TEMHERME KX

e —— 31. 0

.. —20.1

14. 4

B 5 CHS1 3EE KB o &k ) SDS-PAGE kA
Fig. 5 SDS-PAGE of the expressed CHS1 in E.coli
1,2,3. IPTG %53 2.4.6 h, & iUk pET MK B B k&)
X B [ Total proteins of E.coli with pET after IPTG induction for
2,4, 6 hours; 4, 5, 6. IPTG ¥%5 2.4.6 h, 5 Jfi ki pET-CHS K
BT X&) A B (3 Total proteins of E.coli with pET-CHS after
IPTG induction for 2, 4, 6 hours; 7. A i 5 F ¥ #E Y Protein

molecular weight marker.
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